The complete genome sequence of the enterovirus 71 strain CSF15/YN/ CHN/2013, first isolated from cerebrospinal fluid of a child in Yunnan, China, in 2013, was determined. According to the phylogenetic and homogeneity analyses, the isolate was assigned to subgenotype C4a.
H uman enterovirus 71 (EV71) belongs to the Picornaviridae family and is the main pathogen of hand-foot-mouth disease (HFMD) in young children and infants. EV71 infection generally results in a mild and self-limiting disease. But in some cases it can also result in aseptic meningitis, encephalitis, or even death (1) . EV71 is a positive-sense, single-stranded RNA virus. The genome is approximately 7.4 kb, consisting of a 5= untranslated region (UTR), structural polypeptide P1, nonstructural polypeptides P2 and P3, and a 3= UTR. Beginning in 2008, EV71 has caused epidemic HFMD in China every year. All EV71 strains can be classified into 3 genotypes (A, B, or C) and 12 subgenotypes (A, B1 to B5, and C1 to C5) (2, 3). Understanding the molecular epidemiology of EV71 in regions where it is endemic is an important factor in the prevention and treatment of EV71-mediated HFMD.
To the best of our knowledge, the CSF15/YN/CHN/2013 strain was first isolated from a cerebrospinal fluid (CSF) sample, which was collected from a patient diagnosed with severe HFMD in Yunnan, China. The CSF sample was inoculated into rhabdomyosarcoma cell lines (RD cells) and propagated in up to three passages. EV71-infected cells were harvested and preserved at Ϫ80°C. After viral RNA was extracted, primer pairs 222 and 224 were used to amplify the partial VP1 gene (4) using a one-step reverse transcription (RT)-PCR method as described previously (5) . The isolate was defined as EV71 using sequence comparison with sequences available in GenBank using the BLAST algorithm (http://www.ncbi.nlm.nih.gov/BLAST/). Then, seven synthetic oligonucleotide primer pairs, designed using previously published data, were used to amplify overlapping fragments that span the whole genome of EV71 by the RT-PCR method described previously (5) . The whole genome sequence of strain CSF15/YN/CHN/2013 was established by assembling overlapping fragments using BLAST. Nucleic acid and protein sequence alignments were analyzed by Geneious Basic 5.6.5 software. The viral genome sequence of the strain CSF15/YN/CHN/2013 was composed of 7,404 nucleotides (nt), excluding the poly (A) tail. The 5= UTR was found to be 741 nt, followed by an open reading frame (ORF) including the structural protein region P1 (2,586 nt), the functional protein regions P2 (1,734 nt) and P3 (2,259 nt), and the 3= UTR (84 nt). The contents of A, U, G, and C were 27.1%, 24.7%, 23.9%, and 24.3%, with GϩC content of 48.1%. A
